We recently described that the autoimmune, central nervous system disease, multiple sclerosis (MS), is genetically associated with the human endogenous retroviral locus, HERV-Fc1, in Scandinavians. A number of dominant human genes encoding factors that restrict retrovirus replication have been known for a long time. Today human restriction genes for retroviruses include amongst others TRIMs, APOBEC3s, BST2 and TREXs. We have therefore looked for a role of these retroviral restriction genes in MS using genetic epidemiology. We here report that markers in two TRIMs, TRIM5 and TRIM22 and a marker in BST2, associated statistically with the risk of getting MS, while markers in or near APOBEC3s and TREXs showed little or no effect. This indicates that the two TRIMs and BST2 influence the risk of disease and thus supports the hypothesis of a viral involvement.
Introduction
Host restriction factors for retroviruses and the underlying genes have been known for a long time. The classical example is the Fv-1 restriction in mice that limits the infection of mouse cells with sensitive murine leukemia viruses [1] by accelerating the unpacking of the core particles from the incoming virions [2] . Similar factors, encoded by the TRIM genes have been detected in human cells in the investigation of HIV-infection [3] . TRIMs in general react with the capsid lattice of viruses, presumably degrading the incoming core in an ubiquitinproteasome pathway [4] . The specificity of TRIM factors is quite broad, and many retroviruses are affected to various extents [5] . Even an interaction between TRIM22 and influenza virus was described recently [6] .
Another set of restriction factors are encoded by the APOBEC3 genes, of which there are 7 in humans, APOBEC3A to APOBEC3H [7] . There is no APOBEC3E. APOBEC3 genes encode cytosine deaminases that are co-packaged into viral particles during formation and mutate the sequence of the viral genome [8] , thus making the viral particle unable to complete a full round of infection. Again, APOBEC3 genes have a fairly broad specificity and affect many retroviruses [7] .
Yet another restriction of retroviral replication is caused by the gene BST2. The product of this gene, Tetherin, is a cell surface protein, which tethers budding virions to the membrane and prevents the scattering of viral particles in cell-free form [9] . Cell to cell transmission is presumably less affected. As another function it has recently been reported that Tetherin acts as a sensor for viral infection, eliciting NF-κB dependent pro-inflammatory gene expression, similarly to TRIM5α [10] . Tetherin affects different viruses, but the effect on retroviruses is variable, probably reflecting that different viruses have developed different countermeasures [9] [10] [11] .
Finally, the TREX genes, of which there are 2 in humans, TREX1 and TREX2, encode 3-prime repair exonucleases that interfere with viral DNA formation and integration [12] . Singlestranded DNA derived from endogenous retroelements accumulates in TREX1-deficient cells, and TREX1 can metabolize DNA resulting from reverse transcription. TREX1 has been shown to prevent cell-initiated autoimmune responses and mutations in the gene are underlying the defect in Aicardi-Goutieres syndrome and chilblain lupus [13] .
We recently described that the autoimmune, central nervous system disease, multiple sclerosis (MS) is genetically associated with the human endogenous retroviral locus, HERVFc1 [14, 15] in Scandinavians. Also, HERV-Fc1 extracellular RNA seems increased in plasma of MS patients. Remarkably, HERV-Fc1 was mainly increased in plasma of patients with recent histories of attacks [16] .
We originally described that the marker rs3802981 in the TRIM5 gene was associated with MS [14] . Now, we have continued this line of inquiry and report that further markers in both TRIM5 and TRIM22 associate with this disease. The associations were strong enough to withstand Bonferroni correction for the multiplicity of testing. Markers in APOBEC3 also showed signs of being associated with MS, but the p-value was not low enough to withstand Bonferroni correction (p B = 0.3) and the association may thus also be a consequence of the many tests. A SNP in BST2 was significant after Bonferroni correction (p B = 0.03). No SNPs in TREX1 were significant.
Materials and Methods
The sampling of DNA was approved by the Central Denmark Committee on Biomedical Research Ethics, and blood samples were obtained after both written and oral informed consent. The procedure, including the written forms, was also approved by the Science-Ethical committee. Records of all written approvals are kept at the clinical departments. For the present analyses, we employed a previously described cohort of 350 verified MS cases and 500 controls from Western Denmark [14] . The analyses involved were genetic epidemiology, where SNPs were typed on a mass-spectrometry-based Sequenom platform (San Diego, CA) and statistically analyzed for association with disease [14] . The SNPs were selected as having fairly frequent less common alleles. Three plexes were used for the analyses, involving a total of 52 critically evaluated SNP assays. For most of the genes (TRIM5, TRIM22, APOBEC3) it was apparent that the group of heterozygotic persons had a relatively low frequency of MS. We therefore pooled them with the homozygotes with few MS cases. For BST2 it seemed that heterozygotes had an intermediate frequency of disease. Therefore, we analyzed allele frequencies instead. Χ 2 -tests were used in the statistical analyses. P-values were Bonferroni corrected for the multiplicity of testing.
Results
Initially, we investigated the association of additional markers in TRIM5 on chromosome 11 with MS. The results are shown in Table 1 . It is clear that several markers in this gene were associated with disease. For rs12287199/TRIM5 the association was sufficiently strong to allow for Bonferroni correction for the 20 TRIM5 tests performed as shown in Table  1 (p B = 0.04). Figure 1 shows the location of the SNPs on chromosome 11 and the negative logarithm of the p-value for their association with the disease. The significant SNPs were located in the rightmost (5') part of the gene, near the RING finger domain. Presumably, the significant region constitutes one haplotype block, and the resolution within such a block is limited.
Next, we searched for association between MS and 5 SNPs in the TRIM22 gene, also on chromosome 11. We found an association between rs7935564/TRIM22 and the disease (Table 2) . Again, the association was strong enough to withstand Bonferroni correction (p B = 0.05).
After this, we turned to the APOBEC3 genes. These genes lie in a cluster on chromosome 22. 18 SNPs in the region were analyzed (Table 3) . We found a positive signal from rs2019907/ APOBEC3, located between APOBEC3B and APOBEC3C. However, after Bonferroni correction, the results were not significant (P B = 0.31), indicating that this association could be a results of the multiplicity of testing.
In testing of 5 SNPS in BST2 on chromosome 19, rs12979773/BST2 gave the lowest p-value of 0.005, which was significant after Bonferroni correction (p B = 0.03) ( Table 4) . Testing of rs11797, rs121908117, rs2242150, rs2242158 and rs3135941 in TREX1 were not significant (results not shown). 
Discussion
Here we have tested for the involvement of several retroviral restriction factors in the risk of MS. Our results substantiate the role of TRIM genes in MS [14] . SNPs in both TRIM5 and TRIM22 were associated with disease, and the associations were strong enough to withstand correction for the multiplicity of testing. The only known triggers of TRIM action are viral particles. Thus, the results indirectly support the hypothesis of a role of virions in MS. As the TRIM5 protein exclusively recognizes incoming particles, the findings also suggest that particle entry is of importance for the viral role in MS. TRIM22 protein also seems to influence formation and budding of virions. TRIM5 and presumably TRIM22 play an active role in inducing the innate immune system [17] .
We have not been able to demonstrate a statistical interaction of the TRIMs with viral loci previously demonstrated to be involved in MS [14, 18, 19] . Rather the effects appear to be largely additive or non-existing (results not shown). Thus, we can only assume these loci are involved.
We also provided evidence that BST2 influence the risk of MS. The product of this gene, Tetherin, keeps the location of sensitive retroviral particles closely cell-associated, and thus prevents cell-free spreading. The results point to moderate effects of this factor (all ORs > 0.7). This could reflect that the natural variations in BST2 only have minor influence on its efficiency. Alternatively, Tetherin is only of moderate importance for MS.
Mutations on TREX1 have been shown to be of importance for the autoimmune diseases Aicardi-Goutieres Syndrome and chilblain lupus [13] . However, we were not able to demonstrate an importance of this gene in MS. Results with the APOBEC3 genes also at best pointed to a minor role for these genes. It is interesting that the three restriction genes that seem to be involved in MS all affect particle release and entry. The two genes, for which we could not demonstrate an effect, affect the integrity of the viral nucleic acid. This could point towards a role of particle transfer to bring about disease, while the infectivity of the virions presumably is only of minor importance. This conclusion may seem at odds with the recent observation that HAART (highly active antiretroviral therapy) may interfere with MS [20, 21] . However, the results can be reconciled, if the viruses in question are defective very late in the viral entry, for instance in the integration of the proviral DNA in the cell genome.
Neither the TRIMs nor BST2 were mentioned in a recent meta-analysis of genome-wide association analyses [22] . While the discrepancy with our observations seems surprising, the difference probably lies in the cohorts. Our study was performed on a medium-sized, ethnically highly homogenous cohort, while the GWASes were performed on very large, ethnically in-homogenous cohorts. For this reason, our analysis has less statistical power than the GWASes have. On the other hand, because of the population homogeneity, bias is presumably a minor problem in our study, while it could be major in the GWASes. Importantly, the larger size of cohorts in GWASes does not reduce bias. Also, the large number of comparisons made in GWASes necessitates large compensations for the multiplicity of testing. Time will resolve this issue.
We have also investigated the role of restriction genes for retroviruses in rheumatoid arthritis, another disease, whose etiology could involve retroviruses. So far we have not been able to demonstrate an effect of the genes on this disease (B. Hansen et al., unpublished). We are currently investigating the role of these genes for systemic lupus erythematosus.
In conclusion, we have presented genetic data supporting a role of the retroviral restriction genes, TRIM5, TRIM22 and BST2 in the autoimmune disease multiple sclerosis. This lends credit to the hypothesis that retroviruses, presumably endogenous, play a role in this disease. Moreover, it is remarkable that at least two of the viral restriction factors, we have found active in MS, also are viral triggers of the innate immune system. Possibly, they contribute to the autoimmune derangement.
